Breast cancer is the most prevalent malignancy in women throughout the world. Similar to other cancers, a strong relationship between breast cancer and environmental factors such as infectious agents has been reported.
reast cancer is the most prevalent malignancy in women both in the developed and the developing countries, with almost 1.7 million new cases diagnosed in 2012. Overall, breast cancer represents approximately 11.9% of all new cancer cases, 25.2 % of all cancers in women, and 6.4% of all death-related cancers. Although its mortality rate is less than the incidence, but it is considered as a general cause of cancer death in both developed and underdeveloped regions (1) . Breast cancer is a complex and multifactorial disease, and there is a strong relationship between genetic and environmental factors (2) .
There are several reports that consider the relationship between infectious agents and cancer. Symptomatic infection is usually characterized by lymphadenopathy and reticular cell hyperplasia (8) .
Toxoplasma infection is also considered to have a role in cancer induction. For instance, a study reported that the risk of brain cancer in humans increases in patients with T. gondii infection, and another study showed that the mortality rates positively correlated with the seroprevalence of T.
gondii (9, 10) . The latter study suggested that T.
gondii should be further investigated as a possible oncogenic pathogen to humans (10 
Materials and methods

Samples collection
A Microscopic slides were prepared from all tissues, and then examined by a pathologist to distinguish malignant and normal tissues using histopathological criteria.
Deparaffinization of FFPE tissues
The deparaffinization process was performed using 90 C sterile distilled water as described by Furthermore, the quality of DNA was checked by human toll like receptor 4 as described in our previous work (15) .
DNA sequencing and phylogeny
The sequencing was carried out by an automated sequencer (ABI 3730XL DNA, Bioneer, Korea) using 10 μl of the same forward and reverse primers that was used for the PCR analysis. The sequences were subjected to BLAST (http:// www.blast.ncbi.nlm.nih.gov). A multiple sequence alignment was also generated with a gap opening penalty of 10 and a gap extension penalty of 1 for the pair wise and multiple alignments, respectively.
Phylogenetic analysis was carried out by the Mega v.6. program using maximum likelihood method and bootstrap of 1000 replicates.
Nucleotide sequence accession numbers
The partial sequence of the B1 gene of T.
gondii isolate has been deposited in the NCBI database under the accession no. KX866385. However, in the current study, Toxoplasma DNA was amplified in three samples obtained from FFPE tissue blocks. We think that the method of deparaffinization plays an important role to gain positive amplification. Here, hot water was used instead of xylene to deparaffinize FFPE tissue blocks. This is a safer and easier method, and avoids multiple steps necessitating the use of multiple organic and non-organic solvents (15) which affect the quality of extracted DNA (21) .
Results
Twenty
In the present study, PCR analysis of B1 gene and REP-529 was performed to find Toxoplasma 
